Supplementary 1: (A) Number of reads from RNA-seq for Figure 1A and Figure 1B. (B) KEGG pathway analysis for the differentially expressed genes upon insulin treatment.
Supplementary Figure 
Supplementary 4: Overexpression of LncASIR in mature adipocytes. (A) LncASIR was overexpressed in primary adipocytes using retroviral delivery at preadipocytes and cells were differentiated. At day 5, RNA was isolated and Quantitative RT-PCR has been performed. Insulin treatment was performed similar to figure 1. Without insulin, there was ~40 fold increase of LncASIR. Similar increase was observed within insulin treat group as well. (B-C-D-E-F) Expression of insulin downstream genes upon overexpression from Quantitative RT-PCR. Unpaired t-test is used to calculate p-value. Ns: non-significant. RPL23 was used to calculate CT. Graphs were drawn using Prism 8. Unpaired t-test is used to calculate p-value. P<0.05; *. RPL23 was used to calculate CT. Graphs were drawn using Prism 8. (E) Varied concentrations (1.7 M, 68 nM, 34nM and 17 nM) of insulin showed comparable amount of transcriptional activation of LncASIR with no significant difference between 1.7 M and 68 nM.
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